
 
 

 

 
    

 

 
 
 

Chemical profiling of drug sensitivity in P. falciparum malarial strains. 
Christopher Austin (NHGRI) with researchers from NHGRI and NIAID 

Although we have made great progress in fighting malaria, including the sequencing of 
several Plasmodium genomes and collection of genotypic data, we know very little about 
how variation in drug resistance between parasite strains relates to genomic differences. 
We propose to profile over 100 P. falciparum field strains for sensitivity to almost 3,000 
approved drugs using an assay that measures parasite proliferation in red blood cells. This 
work will lead to a database of malaria chemical phenotypes that, in combination with 
genome-wide single nucleotide polymorphism (SNP) and microsatellite data, will be used 
to map genes that contribute to differential responses to particular drugs. This work will 
identify genes involved in malarial drug resistance, map the geographic distribution of 
drug responses, dissect the metabolic pathways of malaria parasites, and potentially 
discover new anti-malarial drugs or drug combinations. 


